is known to be susceptible to Pythium root rot (Vogel & Bragg, 2009 ) and is being used to 52 study crown rot (Fusarium pseudograminearum) (Kazan et al., 2012) . While there is also no 53 reported evidence of genetic variation in Bd resistance to root diseases, the species has been 54 shown to be a useful model for the study of root traits in monocots (Watt et al., 2009; 55 Chochois et al., 2012). The small stature of Bd allows it to be grown in pots to a later stage 56 than wheat, before roots become crowded and unsuitable for analysis. The internal root 57 structure and root system architecture of Bd is similar to other cereals, and markedly different 58 from that of the common dicot model Arabidopsis.
59
The wheat disease known as Rhizoctonia barepatch or Rhizoctonia root rot is caused by the The Brachypodium distachyon -Rhizoctonia solani AG 8 pathosystem 4 using fungicidal seed treatment, fertilizer and by ensuring a two to three week weed-free 75 fallow prior to sowing. were excluded from analysis. nodal roots were counted from root scans.
210
Leaf number was measured on the day prior to harvest using Haun's scale, which describes 211 the length of an emerging main stem leaf as a decimal fraction of the length of the previous 212 fully emerged leaf (Haun, 1973) .
213
Length of leaves 1 and 2 were measured using a ruler on the day prior to harvest. Leaf length 214 was measured from the crown, which forms at the soil surface, to the leaf tip (Supplemental 215 Figure 1 ).
216
Leaf area measurements were made on leaves that had been softened by storing for over a resulting from large differences in root growth between control and inoculated treatments.
256
Shoot measurements did not require transformation, as the residual variance was constant.
257
Standard errors and least significant differences at 5% were calculated in Genstat. Bd and 258 wheat were analysed separately, due to large differences in magnitude between measurements 259 in the two species.
261

Results
262
Bd and wheat have a similar phenotypic response to R. solani AG 8
263
The disease phenotypes of five genotypically diverse accessions of Bd were compared, along
264
with that of bread wheat cv. Janz. Means of untransformed root and shoot measurements in 265 R. solani inoculated and control treatments were predicted using a linear regression model.
266
These measurements and R. solani/control ratios are presented in Table 1 . The isolate of Overall, nodal roots were more abundant in inoculated treatment than control treatment 311 (P < 0.001) but data was too variable to find significant differences at single time points The ratio of root to shoot biomass varied between treatments, but remained constant over the 
